Sampling. During the B-BLOOMS2 project (BELSPO) a Belgian network carried out sampling in the following Belgian waterbodies: urban ponds Ixelles I (Brussels), Tervuren (Leuven), Westveldpark (St Amansberg) and Lake Falemprise (Silenrieux). Surface water was concentrated 2-to 3-fold with a 50 µm pore size plankton net. Concentrated samples were stored at 4°C in the dark until processing (1 to 2 weeks).
All PCRs were performed in a Bio-rad MJmini or a Bio-rad Icycler (Hercules, CA), and the amplicons were screened using 1.5% (w/v) agarose gel electrophoresis.
PCR primer sets were chosen for their specificity to anneal to cyanobacterial sequences. The PCR programs were performed as previously described in the literature (Table S1 ).
The presence of microcystin synthase gene clusters was determined by PCR detection of genes mcyA, mcyB and mcyE (Table S2 ). Primers were designed based on sequences from different toxic genera, Anabaena, Microcystis and Planktothrix for mcyA and Anabaena, Microcystis, Nostoc, Nodularia and Planktothrix for mcyE (Hisbergues et al. 2003 , Rantala et al. 2004 , Jungblut & Neilan 2006 . The mcyB gene was detected with a primer pair specific for Microcystis (Nonneman & Zimba 2002) .
Cloning. The cloning of T2's mcyE amplicons was performed using the CloneJET PCR cloning kit (Fermentas) following the manufacturer's recommendations. Two clones of the correct size (689 bp) were chosen and sequenced in both directions using Pjet1.2forward and Pjet1.2reverse sequencing primers available with the kit.
Sequences analyses. Sequence analyses were carried out with Geneious software (Drummond et al. 2011) . The sequences were aligned using the algorithm MUSCLE and manually corrected for each locus (Edgar 2004) . For the multilocus sequence typing (MLST), we consider any unique sequence in the housekeeping gene dataset (Table S3 ) as a sequence type (ST). Our ST set was compared with a dataset of the sequences of Tanabe et al. (2007) . Haplotype analysis was performed using the software DnaSP version 5 (Librado & Rozas 2009). Phylogenetic analyses were conducted using MEGA 5 software (Tamura et al. 2011) . DGGE fingerprinting. DGGE was performed as described in Janse et al. (2003) . The ITS-PCR products were obtained for each colony using the forward primer CSIF with a GC clamp and the reverse primer ULR. PCR products were loaded onto a 1.5 mm thick vertical denaturing gel of 6.5% (w/v) polyacrylamide (acrylamide-to-bisacrylamide ratio of 37.5:1) and a linear gradient of the denaturing urea and formamide, increasing from 25 or 30% at the top of the gel to 60% at the bottom. The run was performed at 60°C for 999 min at a constant voltage of 75 V. The gel was stained using 2 µl Gelstar dye (Biowhittaker Molecular Applications, USA) mixed in 15 ml sterile water. A second DGGE run was performed to analyze the presence of heteroduplex formation in the first run of DGGE (Fig. S2 ). Excised bands were amplified with the forward primer CSIF with a GC clamp and the reverse primer ULR and loaded on a gel as described above. Presence of heteroduplex is confirmed when the second profile is identical to the profile obtained for the colony on the first gel or when the profile is composed of 2 bands of equal intensities.
Fig. S1
. Additional Microcystis environmental colonies. Colonies F11 and F12 were isolated from Lake Falemprise sample. Colony F11 was identified as wesenbergii-like, whereas F12 was not identified. All of the other colonies were isolated from the Ixelles Pond I. Colonies X6, X10 and X13 were not identified, colonies X12 was identified as ichthyoblabe-like, whereas colony X7 and colonies X41 to X47 were identified as aeruginosa-like. Scale bars = 100 µm ITS-DGGE profile of bands reamplified from Microcystis colony X8, F13 and T1. X8 profile corresponds to the presence of 2 ITS loci of different sequences but with equal copy numbers. F13 profile is composed of 3 bands where band 1 corresponds to a heteroduplex between a strand of DNA corresponding to band 2, and complementary strand of DNA corresponding to band 3. T1 profile is composed by a dominant band corresponding to the main genotype of the colony and several bands that could be due to (I) heteroduplexes formed as describe above, (II) migration artefacts where the same sequence migrates to different positions (Boutte et al. 2006 ) and/or (III) different sequences present in one band as described in Sekiguchi et al. (2001) 
